[bookmark: _Toc494431516][bookmark: _Toc494705264][bookmark: _GoBack]Appendix 5. Functional enrichments for differentially abundant proteins also implicated in previous transcriptome meta-analyses of optically-induced refractive error. This analysis used the STRING database to identify gene ontologies and pathways that were overrepresented (FDR<0.05) in the protein list relative to the Homo sapiens genomic background. The results are ordered from lowest-highest FDR.
	Pathway ID
	Pathway description
	Number of differentially abundant proteins
	FDR

	GO.0042438
	Melanin biosynthetic process
	3
	0.000

	GO.1901617
	Organic hydroxy compound biosynthetic process
	4
	0.004

	GO.0033162
	Melanosome membrane
	2
	0.007

	GO.0045009
	Chitosome
	2
	0.007

	GO.0042470
	Melanosome
	3
	0.010

	GO.0043473
	Pigmentation
	3
	0.020




